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1 . An isolated nucleotide molecule coi nprising a nucleotide sequence 
selected from the group consisting of: 

(a) a nucleotide sequence set fo rth in SEQ ID NO: 1 ; 

(b) a nucleotide sequence set forth in SEQ ID NO: 2; 

(c) a nucleotide sequence set forth in SEQ ID NO: 3; 

(d) a nucleotide sequence set forth in SEQ ID NO: 7; 

(e) a nucleotide sequence set fc rth in SEQ ID NO: 8; 

(f) a nucleotide sequence consisting of at least 19 contiguous 
nucleotides of the nucleotide sequence set forth in any one of (a)-(e); 

(h) a nucleotide sequence enco iing the amino acid sequence set forth 
in SEQ ID NO: 9; 

(i) a nucleotide sequence enco ding at least 70 contiguous amino acids 
of the amino acid sequence set forth in SEQ ID NO: 9; 

(j) a nucleotide sequence cortiprising at least 80% identity to the 
sequence set forth in SEQ ID NO: 7; 

(k) a nucleotide sequence comprising at least 80% identity to the 
sequence set forth in SEQ ID NO: 8; 

(1) a nucleotide sequence thit is complementary to the nucleotide 
sequence of any one of (a)-(k); and 

(m) a nucleotide sequence treat hybridizes under stringent conditions to 
the nucleotide sequence any one of (a)-(e), or 1o a complementary sequence thereof 



2. An expression cassette compri^mg 
said nucleotide sequence operably linked to a 
cell. 



3. The expression cassette of cla 
30 the group consisting of tissue-preferred, 
pathogen-preferred promoters. 



the nucleotide sequence of claim 1 , 
promoter that drives expression in a plant 



m 2, wherein said promoter is selected from 
constitutive, chemically regulatable, and 
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4. A transformed plant having stably incorporated into its genome a 
nucleotide sequence operably linked to a promoter that drives expression in a plant cell, 
wherein said nucleotide sequence is selected from the group consisting of: 

(a) a nucleotide sequence set fori h in SEQ ID NO: 1 ; 

(b) a nucleotide sequence set forth in SEQ ID NO: 2; 

(c) a nucleotide sequence set fon h in SEQ ID NO: 3; 

(d) a nucleotide sequence set fori h in SEQ ID NO: 7; 

(e) a nucleotide sequence set for h in SEQ ID NO: 8; 

(f) a nucleotide sequence consis ing of at least 19 contiguous 
nucleotides of the nucleotide sequence set forth in i 

a nucleotide sequence encoc 



ny one of (a)-(e); 

ng the amino acid sequence set forth 



(h) 

in SEQ ID NO: 9; 

(i) a nucleotide sequence encoding at least 70 contiguous amino acids 
of the amino acid sequence set forth in SEQ ID NC ': 9; 

(j) a nucleotide sequence comp rising at least 80% identity to the 
sequence set forth in SEQ ID NO: 7; 

(k) a nucleotide sequence comprising at least 80% identity to the 
sequence set forth in SEQ ID NO: 8; 

(1) a nucleotide sequence that 
sequence of any one of (a)-(k); and 

(m) a nucleotide sequence that 
the nucleotide sequence any one of (a)-(e), or to 



25 5. The plant of claim 4, wherein saic 

consisting of tissue-preferred, constitutive, 
preferred promoters. 



6. The plant ofclaim 4, wherein sai 
30 to said promoter for the production of antisense |ranscnpts. 



s complementary to the nucleotide 

lybridizes under stringent conditions to 
complementary sequence thereof 



promoter is selected from the group 
chemically regulatable, and pathogen- 



nucleotide sequence is operably linked 
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The plant of claim 4, wherein said plant is a monocot. 



8. The plant of claim 7, wherein said monocot is selected from the group 
consisting of maize, wheat, rice, Basmati rice, sorghum, rye, millet and barley. 

9. The plant of claim 4, wherein said plant is a dicot. 

1 0. The plant of claim 9, wherein sai^^dtcot is selected from the group 
consisting of soybeans, sunflowers, saffl^jv^ alfalfa, Brassica sp., cotton, peanuts a 
fruit trees. 

1 1 . Transformed seed of the plant of claim 4. 



12. Transformed seed of the plant of claim 5. 



13. Transformed seed of the plant of claim 6. 



14. Transformed seed of the plant of claim 7. 



15. Transformed seed of the plant of claim 8. 



16. Transformed seed of the plant of claim 9. 



17. Transformed seed of the plant of claim 10. 




1 8. A method for modifying the growth of^Ywganism, said method 
prising transforming an organism with a nu^Je^ide sequence encoding a P- 
glycoprotein wherein said P-glycoprotein finlctions to control growth of an organism, 
said nucleotide sequence operably linked to a promoter capable of driving the expression 
of said sequence in said organisr 
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1 9. The method of claim 1 8, wherei^i said organism is a plant and said 
nucleotide sequence is selected from the group 
(a) a nucleotide sequence se 

(b) 

a nucleotide sequence se 
a nucleotide sequence se 



I {consisting of: 
forth in SEQ IDNO: 1; 
a nucleotide sequence set forth in SEQ ID NO: 2; 



(c) a nucleotide sequence sel forth in SEQ ID NO: 3; 

(d) a nucleotide sequence se forth in SEQ ID NO: 7; 

(e) a nucleotide sequence se t forth in SEQ ID NO: 8; 

(f) a nucleotide sequence c( nsisting of at least 1 9 contiguous 

1 in any one of (a)-(e); 



nucleotides of the nucleotide sequence set fort 
(h) 

in SEQ ID NO: 9; 

(i) a nucleotide sequence < ncodinjp at j^asfTO contiguous amino acids 



a nucleotide sequence e icoding the amino acid sequence set forth 



of the amino acid sequence set forth in SEQ 

(j) a nucleotide sequence 
sequence set forth in SEQ ID NO: 7; 

(k) a nucleotide sequence 
sequence set forth in SEQ ID NO: 8; 

(1) a nucleotide sequenc< 
sequence of any one of (a)-(k); and 

(m) a nucleotide sequenc( ; 



IDNO: 9^ 

:omprising at least 80% identity to the 
comprising at least 80% identity to the 
that is complementary to the nucleotide 
that hybridizes under stringent conditions to 



the nucleotide sequence any one of (a)-(e), ^r to a complementary sequence thereof 

20. The method of claim 18, wherdHTsaid nucleotide sequence is operably 
inked to said promoter for the productiop^ antisense transcripts. 




25 



2 1 . The method of claim 18, wherein the height of said plant is reduced. 

22. The method of claim 1 8, wherein said plant is a monocot. 

30 23. The method of claim 18, wherein said monocot is selected from the group 

consisting of maize, wheat, rice, Basmati rice, sorghum, rye, millet and barley. 
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24. A transformed plant cell having stably incorporated into its genome a 
nucleotide sequence operably linked to a promoter thatitirives expression in a plant cell, 
wherein said nucleotide sequence is selected from the s^roup consisting of: 

(a) a nucleotide sequence set forth in SEQ ID NO: 1 ; 

(b) a nucleotide sequence set forth/in SEQ ID NO: 2; 

(c) a nucleotide sequence set forth in SEQ ID NO: 3; 

(d) a nucleotide sequence set fortn in SEQ ID NO: 7; 

(e) a nucleotide sequence set foryh in SEQ ID NO: 8; 

(f) a nucleotide sequence consisjting of at least 19 contiguous 
nucleotides of the nucleotide sequence set forth in/any one of (a)-(e); 

(h) a nucleotide sequence enc</ding the amino acid sequence set forth 
in SEQ ID NO: 9; 

(i) a nucleotide sequence er^oding at least 70 contiguous amino acids 
of the amino acid sequence set forth in SEQ ID NO: 9; 

(j) a nucleotide sequence Comprising at least 80% identity to the 

sequence set forth in SEQ ID NO: 7; 

(k) a nucleotide sequenc^ comprising at least 80% identity to the 

sequence set forth in SEQ ID NO: 8; 

(1) a nucleotide sequence that is complementary to the nucleotide 

sequence of any one of (a)-(k); and 



(m) a nucleotide seque 



ce that hybridizes under stringent conditions to 



the nucleotide sequence any one of (a)-(e), or to a complementary sequence thereof 

) 

25. A method for identifying a plant having a stable mutant phenotype 
comprising identifying a plant that lacks in its gt nom^iat^ast a portion of an insertion in 
a gene, wherein: said plant is a descendent of an unsMble mutant plant which comprises 
in its genome an insertion in at least one copy o: said gene; and said insertion in said gene 
is capable of causing said mutant phenotype. j 



30 
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26. 

transposon. 



The method of claim 25, wherein said insertion is a duplication or a 



10 



27. The method of claim 25, wherein sai( i phenotype is a dwarf phenotype. 

28. The method of claim 25, wherein said gene encodes a P-glycoprotein. 

29. The method of claim 28, wherein sai i plant is sorghum and said gene is 

30. A plant having a stable mutant phen Jtype according to claim 25 . 

3 1 . Seed of the plant of claim 30. 




15 32. An isolated protein comprising a i^ember selected from the group 

consisting of: 

(a) a polypeptide comprising the amino acid sequence set forth in SEQ 

ID NO: 9; 

(b) a polypeptide comprising at least 70 contiguous amino acids of the 

20 amino acid sequence set forth in SEQ ID NO: 

(c) a polypeptide encoded b / the nucleotide sequence set forth in SEQ 

ID NO: 8; and 

(d) a polypeptide encoded t y an amino acid sequence comprising at 
least 80% identity to the amino sequence of (aj). 

25 
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